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RIP14 Clone No 

Specific co RIP14-2 clone 3 - 3 -12-6- 

TCGTC^CCCAGG LTlLToLTll A^^ 60 - - 

CATCTZACCCC 71 - - 

Specific to RIP14-2 clone 12 
Carmen to RIF14-2 

^-^^rry^rrrrym 131 128 

r ~^~rr^ :i *'r~-rrr~r r »~ :ir ^ 191 188 



^■Tof^^CCLACCATCCClA^^ 251 248 

aa.T3.-AT^IG?TT3GGC^ 31 i 308 



Specific to RIP14-1 

Af V itf 0 F 0 G L £ A 7 P I Q ~ S L - - lb 

ACCACAGCCACCGGL'i C/i ChGG---'- 'i lj'i i^CGGACGOGKPSkLil o i u-^AGCC^GCIj-i.'-iA - - 119 

H S H K~ L S G ~ V P D G M S V K ? A X - - 36 



Ccrrrron to both isof onrs 

GJ30G^£J>&&2^^ 378 375 180 

GMLTEHAAGPLGQNLDLESY 19 19 56 

CCCCATA^C^TGTCCCGTI^^ 438 435 240 

SPYNNVPFPQVQPQISSSSY 39 39 76 

1 , TT ^^ CC ^^ 498 495 300 

y"s~N L G F Y P Q Q ? E D W Y S P G I Y 59 59 96 

AACTIAGGCGAATGGCCGriG^ S58 555 360 

E L R R K ? A E T G Y Q G E T E V S E K 79 79 llo 

Z K "g D E 99 99 136 



; , ::""i3""' > ' : ' '' Lj ^TL-^-.G3^.CAAOGrGGTCACCTGTGAGG 678 675 480 



v •_• v \- i 7 "~ I 119 119 Ibc 
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GCCAGGGC£AO£AGTCS3GAGACCCCC^^ _7]_ 



GAGCXXXXSCXTTCCCCCTGGTGCACGGAGAG^^ -H 

GTGACCCACTAIUTCTTCXCCA^ 50 

MSSPTSSLDTPVPGNGS 17 

TCCTCAGCXXSiGTACCTCCGCCACGT^^ HO 

PQPSTSATSPTIKEEGQETD 37 

PPPGSEGSSSAYIVVILEPE 57 

GGATGAGCCTGAGCGCAAGCGGAAGAAGGGGCCGGCCCCGA 230 

DEPERKRKKGPAPKMLGKEL 77 

GIX^SCGTGTGCSGAGACAAGGCT^^ 290 

G P. V C G D K A ? G F » v N V T- ? G F C- 97 

CTGCAAAGGCTTCTTCCGGCGCAGTGTGGTCCACG^ 350 

C K G F F R R S V V H G G A C- R Y A G P 117 

GSGCAGCGGAACCTGCCAGATGG^ 410 

G 5 ■ C- T G 0 M p a v v r p, v C q t . r p T , 13? 

GCG^ACTGCAA^AGGCTGG^ ^70 
?. K G K F A G m REQCVLSEEQIR157 

GAAGAAAAGGATTCA^AAGCAGCAACAGC^ 530 

KKRIQKQQQQQPPPPSEPAA 177 

CAGCAGCTCAGGCCGGCCAGCGGOTiarCTGGC^^^ 590 

SSSGRPAASPGTSEASSQGS 197 

CG3GGAAGGAGAGGGCATCCAGCTG& 650 

GEGEGIQLTAAQELMIQQLV 217 

TGCTGCGCAGCTGCAGTGCAACAAACGATCTT^^ 710 

AAQLQCNKRSFSDQPKVTPW 237 

G302Z3GSSZ5&^^ 770 
PLGADPQSRDARQQRFAHFT257 

CGAGCTAGCCATCATCTO^n^CAGGAff 630 

-LA. ISVQEIVDFAKQVPGF 277 

CTTGGAGTIXSGGCCGGGAGGACCAGATCG^ 890 
LQLGREDQIALLKASTIEIM2S7 

GTTGGTAGAAACAGGGAGArGGTAGAACGA^ 050 

LLETARRYNKETECITFLKD 317 
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CTTCACTIACAGC^AGGACC*^^ 1010 
FTYSKDDFHRAGLQVEFINP 337 

CATCTTCGAGTTCTCGCGGGCCIATGCGGC^^ 1070 
IFEF SRAMRRLGLDDAEYAL 357 

GCTTATCGCCATC^ACAT^^ 1130 
LIAINIFSADRPNVQEPSRV 377 

GGAGGCCCTGCAGCAGCCCTACGTGGAGGCCk.'iW 1190 
EALQQPYVEALLSYTRIKRP 397 

ACAGGACCAGCTCCGCTTCCCACGCATGC^ 1250 
QDQLRFPRMLMKLVSLRTLS 417 

CTCCGTGCACTCGGAGGAGGTCTTTGCATTG^ 1310 

SVHSEQVFALRLQDKKLPPL 437 

GCTGTCCGAGATCTGGGATGTG^ 1370 

LSEIWDVHE* 446 

GTGTCTTCTTGAAGATGGACTCTTCACCTCTCC^ 1430 

CCCAGTCCCTCGGGCTC^^CTCAAACTCAGCGGCA^ 14 90 

CACCCL^iirTGAGTCTTCClAAGA^ 1 550 

GCTGCCCTCCZACCCACGCTTACACC^^ 1510 

AGGTTAGGGCAGGTGGCCCCCCACAGTTGGGAG^ 1570 

TATTTAAZA^AAAACAAAAATAAAGTTT^^ 1730 
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TCTCCAAGTTGTGGCTTTCAGAGGAAGGATCTGGAAACAAGCAGTTGTGTCAGTATAAAG 
+ + + + + + _ 71 

AGAGGTTCAACACCGAAAGTCTCCTTCCTAGACCTTTGTTCGTCAACACAGTCATATTTC 



c SPSCGFQRKDLETSSCVSIK 

AAGAAGCGTAGACTTGAGGACTTACTCATAGTGATATCCGATAGCGATGGAGAGGAAACA 
72 + + + + + + _ i 31 

TTCTTCGCATCTGAACTCCTGAATGAGTATCACTATAGGCTATCGCTACCTCTCCTTTGT 

c KKRRLEDLLIVISDSDGEET 

aaagaggagaatggattgcag; AAACGAAGACAAAACAGTCGAACAGATCAAAGTGTTTG 

132 + + + + + + - 191 

TTTCTCCTCTTACCTAACGTCTTTTGCTTCTGTTTTGTCAGCTTGTCTAGTTTCACAAAC 

c KEENGLQKTKTKQSNRSKCL 

GCTAAAAGAAAAGTTGCACACATGTCAGAAGAAGAACAATTTGCTTTGGCTCTCAAGATG 

192 + + + + + + - 251 

CGATTTTCTTTTCAACGTGTGTACAGTCTTCTTCTTGTTAAACGAAACCGAGAGTTCTAC 

c AKRKVAHMSEEEQFALALKM 

AGTGAGCAGGAAGCTAGGGAGGTGAATAACCAGGAGGAGAAAGAAGAGGAGCTCTTGCGG 

252 + + + +■ + + - 311 

TCACTCGTCCTTCGATCCCTCCACTTATTGGTCCTCCTCTTTCTTCTCCTCGAGAACGCC 

c SEQEAREVNNQEEKEEELLR 

AAAGCCATTGCTGAAAGCCTGAATAGTTGCTGGTCTTCTGCTGCTTCTGCTACCAGATCT 

312 + + + + + + - 371 

TTTCGGTAACGACTTTCGGACTTATCAACGACCAGAAGACGACGAAGACGATGGTCTAGA 

c KAIAESLNSCWS SAASATRS 

CGACCTCTGGCTGCTGAACTATCTTCACATTCCCATCAAGAGAACACCAAAGACTCTGGG 
372 + + + + + + - 431 

GCTGGAGACCGACGACTTGATAGAAGTGTAAGGGTAGTTCTCTTGTGGTTTCTGAGACCC 

c RPLAAELSSHSHQENTKDSG 

ACCACTGAAGGCGTATGGCAGCTGGTACCTCCATCACTGTGTAAAGGCTCACATGTCAGT 

432 + + + + + + - 491 

TGGTGACTTCCGCATACCGTCGACCATGGAGGTAGTGACACATTTCCGAGTGTACAGTCA 

c TTEGVWQLVPPSLCKGSHVS 

CAGGGAAACGAGGCTGAGCAAAGAAAGGAGCCCTGGGAcCACAATGAAAACACTGAAGAG 

492 + + + + + + - 551 

GTCCCTTTGCTCCGACTCGTTTCTTTCCTCGGGACCCTgGTGTTACTTTTGTGACTTCTC 

c QGNEAEQRKEPWDHNENTEE 

GAGCCGGTCTCTGGCAGCTCAGGAAGCTGGGACCAGTCAAGCCAGCCAGTGTTTGAGAAT 

552 + + + + + + - 611 

CTCGGCCAGAGACCGTGGAGTCCTTCGACCCTGGTCAGTTCGGTCGGTCACAAACTCTTA 
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EPVSGSSGSWDQSSQPVFEN 

GAGAACGTTAAATGTTTTGACAGATGTACTGGCCACTTGGCTGAGCACACArac^^^GGG 
612 + + . + + + _ 6?1 

CTCTTGCAATTTACAAAACTGTCTACATGACCGGTGAACCGACTCGTGTGTGTCACACCC 

ENVKCFDRCTGHLAEHTQCG 

AAGCCACAGGAAAGTACTGGGAGTGGTTATGCTTTTTCCAAAGCTGTCCAGGGTAGGGGG 
672 + + . + + + _ 731 

TTCGGTGTCCTTTCATGACCCTCACCAATACGAAAAAGGTTTCGACAGGTCCCATCCCCC 

K PQESTGSGYAFSKAVQGRG 

GAGACGTCTAGGGAATGCCTTCCTATCCCAGCAGACACAAAAGGTCTCCAGGACACTGGG 
732 + + + * + + _ 79i 

CTGTGCAGATCCGTTACGGAAGGATAGGGTCGTCTGTGTTTTCCAGAGGTCCTGTGACCC 

DTSRQCLPIPADTKGLQDTG 

GGCACTGTGCACTACTACTGGGGTATTCCATTCTGCCCTGCTGGAGTAGATCCCAATCAA 
79: * + _ 851 

CCGTGACACGTGATGATGACCCCATAAGGTAAGACGGGACGACCTCATCTAGGGTTAGTT 
G T V H Y Y W G I P F C P A G V D P N Q 

TACACCAATGTCATTCTCTGCCAGTTAGAGGTTTATCAGAAGAGCCTGAAAATGGCTCAG 
852 + + + + + _ 911 

ATGTGGTTACAGTAAGAGACGGTCAATCTCCAAATAGTCTTCTCGGACTTTTACCGAGTC 
Y T N V I LCQLEVYQKS LKMAQ 

AGACAGCTTGTTAAAAAAAGAGGGTTTGGGGAACCAGTGTTACCTAGACCTCCTTTTCTG 
912 + + + + + 97i 

TCTGTCGAACAATTTTTTTCTCCCAAACCCCTTGGTCACAATGGATCTGGAGGAAAAGAC 

RQLVKKRGFGEPVLPRPPFL 

ATCCAGAATGAATGTGGCCAAGAAGATCAGACTAGTGACAAAAATGAAGGCATGTCAGAA 
972 + + + . + + _ 1Q31 

TAGGTCTTACTTACACCGGTTCTTCTAGTCTGATCACTGTTTTTACTTCCGTAGAGTCTT 

IQNECGQEDQTSDKNEG IS E 

GATATGGGAGATGAAGCCAAAGAGGAAAGGCAGGAATCTAGGGCATCTGTCTGGCACTCA 
1032 + + + + + + _ 1091 

GTATACCCTCTACTTGGGTTTCTCCTTTCCGTCCTTAGATCCCGTAGACAGACCGTGAGT 

DMGDEAKEERQESRASVWHS 

GAAACCAAGGATTTTCAAAAAAGTCCAATTAAAAGCTTGAAACAGAAACTTTTGTTGGAG 
10 92 + + + . + + _ 1151 

CTTTGGTTCCTAAAAGTTTTTTCAGGTTAATTTTCGAACTTTGTGTTTGAAAACAACCTC 

ETKDFQKSPIKSLKQ KLLLE 

GAAGAACCAACAACCAGTCGTGGTCAGTCTTCCCAAGGTCTGTTTGTTGAAGAAACCTCT 
1152 + + + + + + - 1211 

CTTCTTGGTTGTTGGTGAGCACCAGTCAGAAGGGTTGCAGACAAACAACTTCTTTGGAGA 
EEPTTSRGQSSQGLFVEETS 



£0 - Page 

GAAGAAGGTCTGAAGAGTTCGGAAGGAGACAACTCTGTGCCCACCACGCAAAGCATTGCA 

1212 + + + + + + " 1271 

CTTCTTCCAGACTTCTCAAGCCTTCCTCTGTTGAGACACGGGTGGTGCGTTTCGTAACGT 

c EEGLKSSEGDNSVPTTQS I A 

GCTTTGACCAGTAAGAGAAGTTTAGTTCTTATGCCGGAAAGTTCTGCAGAAGAAATCACT 

1272 + + + + + + " 1331 

CGAAACTGGTCATTCTCTTCAAATCAAGAATACGGCCTTTCAAGACGTCTTCTTTAGTGA 

c ALTSKRSLVLMPESSAEEIT 

GTTTGCGCTGAGACACAGTTAAGTTTCCTTGAACCCCTTGACCTCAATAGAGAAGACTCT 

1332 + + + + + + - 1391 

CAAACGGGACTCTGTGTCAATTCAAAGGAACTTGGGGAACTGGAGTTATCTCTTCTGAGA 

c VCPETQLSFLEPLDLNREDS 

CCAGATAGCAGAGAGCTCCCCATTGAAGTAAGGATGGCAGTGGGCGATAAGCAGGTTGCT 

1392 + + + + + + - 1451 

GGTCTATCGTCTCTCGAGGGGTAACTTCATTCCTACCGTCACCCGCTATTCGTCCAACGA 

c PD5RELPIEVRMAVGDKQVA 

AATAGGGAAGATTGTATGAAGGAAAACCCTCCTCCTGCAGTCTCATCTAGTACCCGGGTA 

1452 + + + + + + - 1511 

TTATCCCTTCTAACATACTTCCTTTTGGGAGGAGGACGTCAGAGTAGATCATGGGCCCAT 

c UREDCMKENPPPAVSSSTRV 

TCCTGCCCACTGTGTAACCAAGACTTTCCTCCCACAAAGATTGAACAGCATGCCATGTAC 

1512 + + + + + + - 1571 

AGGACGGGTGACACATTGGTTCTGAAAGGAGGGTGTTTCTAACTTGTCGTACGGTACATG 

c SCPLCNQDFPPTKIEQHAMY 

TGCAATGGTCTGATGGAGCAGGAAACAGTGTTGACTCGGAGACGAAGAGAGGCCAAGAAC 

1572 + + + + + + - 1631 

ACGTTACCAGACTACCTCGTCCTTTGTCACAACTGAGCCTCTGCTTCTCTCCGGTTCTTG 

c CNGLMEQETVLTRRRREAKN 

AAGAGTGACGGTCGGACAGCTGCACAGCCGGCTCTGGATGCCAACAGGAAGGAGAAGTGT 

1632 + + + + + + - 1691 

TTCTCACTGCCAGCCTGTCGACGTGTCGGCCGAGACCTACGGTTGTCCTTCCTCTTCACA 

c KSDGRTAAQPALDANRKEKC 

TATCTATGTAAGTCCCTGGTTCCACTTGGGGAGTATCAGTGCCATGTGGAGGCCTGTCTC 

1692 + + + + + + - 1751 

ATAGATACATTCAGGGACCAAGGTGAACCCCTCATAGTCACGGTACACCTCCGGACAGAG 

c YLCKSLVPLGEYQCHVEACL 

CAGCTTGCAAAGGTTGACAGAGAAGATGGGATTGAAGGGACAAGGAGACCAAGGGTGTGT 

1752 + + + + + + - 1811 

GTCGAACGTTTCCAACTGTCTCTTCTACCCTAACTTCCCTGTTCCTCTGGTTCCCACACA 

c QLAKVDREDGIEGTRRPRVC 

GCACCTGTGGAGGGGAAACAACAGCAGCGGCTGAAGAAGTCAAAGGACAAAGGCCATAGT 
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1812 + + + + + + _ 1Q71 

CGTGGACACCTCCCCTTTGTTGTCGTCGCCGACTTCTTCAGTTTCCTGTTTCCGGTATCA 

APVEGKOQQRLKKSKDKGHS 

CAAGGCCGACTCCTCAGTCTCTTGGAGCAGTCTGAGCATAGGACCACAGGTGTAGAGAAA 
1872 + + + + + + _ 1931 

GTTCCGGCTGAGGAGTCAGAGAACCTCGTCAGACTCGTATCCTGGTGTCCACATCTCTTT 



QGRLLSLLEQSEHRTTGVEK 

AAACCCAAGTATTCGGAAGTAAGAACCTTCAGGATGCCCTCACCAGAGGTGGAAGAGGCT 
1932 + + + + + + . 1991 

TTTGGGTTCATAAGCCTTCATTCTTGGAAGTCCTACGGGAGTGGTCTCCACCTTCTCCGA 
KPKYSEVRTFRMPS PEVEEA 

AGCTGCAGCAGAGAGATGCAGAGTACCCTCTCACAGCTCAACTTAAATGAGTCTCCCATC 
19S 2 + + + + + + _ 2051 

TCGACGTCGTCTCTCTACGTCTCATGGGAGAGTGTCGAGTTGAATTTACTCAGAGGGTAG 
SCSREMQSTLSQLNLNESPI 



2051 



AAGTCTTTTGTTCCTGTTTCAGAAGCTACAAATTGCTTAGTGGACTTTAAAGAACAGTTT 
+ + + + + + _ 2111 

TTCAGAAAACAAGGACAAAGTCTTCGATGTTTAACGAATCACCTGAAATTTCTTGTCAAA 

KSFVPVSEATNCLVDFKEQF 

GCTTTCCGGTCACGAACTAAATCAGGCAGGGAAAGGAGGAGAAAATCTTGAATTTCTTGA 
+ + + + + + _ 2111 

CGAAAGGCCAGTGCTTGATTTAGTCCGTCCCTTTCCTCCTCTTTTAGAACTTAAAGAACT 
AFRSRTKSGRERRRKS* 

GACTGGAAGGTTGACCAGAACACACATCGTTGGGTTGATCGTGTTCATTAAGTATAGTGG 
2172 + + + + + + _ 2231 

CTGACCTTCCAACTGGTCTTGTGTGTAGCAACCCAACTAGCACAAGTAATTCATATCACC 



211; 



TCTCTAGTTTGTGGTGAGAGTTCTGACCCTGTTGTTATCACCACCAGCACCCATTCAGTA 

+ H + H H + - 

AGAGATCAAACACCACTCTCAAGACTGGGACAACAATAGTGGTGGTCGTGGGTAAGTCAT 



TCCTGGCTTTATATTTTATAAGATCAGTTCAGACAACTGTGAATATTATTCTGTTTGAAT 
2292 + . + + + + _ 2351 

AGGACCGAAATATAAAATATTCTAGTCAAGTCTGTTGACACTTATAATAAGACAAACTTA 



TTGCTTATAGTTAAAATTTAAATATATTTATCTTTGTATGAAAAAAAAA 
z!352 + h + + + 

AACGAATATCAATTTTAAATTTATATAAATAGAAACATACTTTTTTTTT 
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GGATGCCCTGGCTGCTCTTGTGGATGCTGCAGCTTCTGCACCCCAGATGGATGTTTCCAA 
901 + + + + + + 960 

CCTACGGGACCGACGAGAACACCTACGACGTCGAAGACGTGGGGTCTACCTACAAAGGTT 
b DALAALVDAAASA PQMDVSK 

AACAAAAGAGAGTAAGGATGAAGCTGCCAGGTTAGAAGAAAATTTGAGAAGCAGGTCAGC 
961 + + + + + + 1020 

TTGTTTTCTCTCATTCGTACT r i'CGACGGTCCAATCTTCTTTTAAACTCTTCGTCCAGTCG 

b TKESKHEAARLEENLRSRSA- 

AGCAGTTAGTGAACAGCAGCAGCTAGAGCAGAAAAACCTGGAGGTGGAGAAGAGATCTGT 

1021 + + + + + 1080 

TCGTCAATCACTTGTCGTCGTCGATCTCGTCTTTTTGGACCTCCACCTCTTCTCTAGACA 

b A V S E Q Q Q L E Q K N L E V E K R S V - 

TCAGTGTGTGTGCACT7CTTCAGCCCTTCCAAGTGGCAAGGCCCAGCCTCATGCCTCAGT 
1081 + + +. + + + H40 

AGTCACACACACGTGAAGAAGTCGGGAAGGTTCACCGTTCCGGGTCGGAGTACGGAGTCA 

b QCVCTSSALPSGKAQPHASV- 

AGTGTATTCTGAGGCTGGGAAAGATAAAGGGCCTCCTCCAAAATCCAGATATGAGGAAGA 

1141 + + + + + + 1200 

TCACATAAGAGTCCGACCGTTTCTATTTCCCGGAGGAGGTTTTAGGTCTATACTCCTTCT 

b VYSEAGKDKGPPPKSRYEEE 

GCTAAGGACCCGAGGGAAGACTACCATTACTGCAGCTAACTTCATAGACGTGACCATCAC 

1201 + + + + + + 1260 

CGATTCGTGGGCTCCCTTCTGATGGTAATGACGTCGATTGAAGTATCTGCACTGGTAGTG 

b lrtrg?:ttitaanfidvtit- 

CCGGCAAATTGCCTCGGACAAGGATGCGAGGGAACGTGGCTCTCAAAGTTCAGACTCTTC 

1261 + + + + + + 1320 

GGCCGTTTAACGGAGCCTGTTCCTACGCTCCGTTGCACCGAGAGTTTCAAGTCTGAGAAG 

b rqiasd?:darergsqssdss- 

TAGTAGCTTGTCTTGTCACAGGTATGAAACGGCTAGTGATGCCATTGAGGTGATAAGTCC 

1321 + + + +. + + 1380 

ATCATCGAACAGAAGAGTGTCCATACTTTGCCGATCACTACGGTAACTCCACTATTCAGG 

b SSLSSHRYETASDAIEVISP- 

CGCCAGCTCACCTGCACCACCCCAGGAAAAGCCACAGGCCTATCAGCGAGACATGGTTAA 

1381 + + + + + + 1440 

GCGGTCGAGTGGACGTGGTGGGGTCCTTTTCGGTGTCCGGATAGTCGGTCTGTACCAATT 

b ASS PAPPQEKPQAYQPDMVK- 



- Page 

GGCAAATCAAGCAGAAAATGAGTCCACTCGACAGTATGAAGGTCCACTGCATCATTATCG 

1441 + + + + + + 1500 

■:CGTTTAGTTC3TCTTTTACTCAGGTGAGCTGTCATACTTCCAGGTGACGTAGTAATAGC 

b A M Q A E N E S T R Q Y E G ? L H H Y R - 

GTCCCA'3CAGGAATCACCATCTCCACAGCAACAGCCACCACTGCCCCCATCTTCCCAGTC 

15 01 + * + + +■ 1560 

GAGGGTCGTCCTTAGTGGTAGAGGTGTCGTTGTCGGTGGTGACGGGGGTAGAAGGGTCAG 

h oQQESPSPQQQPPLPFSSQS- 

AGAGGGAATGGGACAGGTGCCCAGGACCCATCGACTGATCACACTTGCTGACCACATCTG 

1561 + + + + + + 1620 

TCTCCCTTACCCTGTCCACGGGTCCTGGGTAGCTGACTAGTGTGAACGACTGGTGTAGAC 

b E G M G Q V P R T H R L ITL.ADHIC 

TGAAATTATCACACAAGATTTTGCTAGAAATCAAGTTCCCTCGCAGCCTTCTAOTTCTAC 

16 21 + * + * + 1680 

AGTTTA.ATAGTGTGTTCTAAAACGATCTTTAGTTCAAGGGAGCGTCGGAAGATC-AAGATG 

b -3 I I T Q D r A R M Q V ? S Q ? S T S T - 

ATTCCAAACTTCACCATCTGCTTTGTCATCCACACCTGTAAGAACTAAAACCTCAAGCCG 

1681 * + * + 1740 

T.21AGGTTTGA.AGTGGTAGACGA.AACAGTAGGTGTGGACATTCTTGATTTTGGAGTTCGGC 

b FQT3P5ALS3TPVRTKTSSR- 

CTACA.GCCCAGAATCACAGTCTCAGACTGTCTTGCATCCCAGACCAGGTCCTAGAGTCTC 

1741 +■ + +■ + + 1800 

GATGTCGGGTCTTAGTGTCAGAGTCTGACAGAACGTAGGGTCTGGTCCAGGATCTCAGAG 

b Y 3 ? E S Q S Q T V L H P R ? G ? R V S 

TCCAGAAAATCTTGTGGATAAATCCCGGGGAAGCAGGCCTGGAAAATCTCCAGAGAGGAG 

1801 + + + + + I860 

AGGTCTTTTAGAACACCTATTTAGGGCCCCTTCGTCCGGACCTTTTAGAGGTCTCTCCTC 

b PENLV0KSRGSRPGK3PERS- 

TCATATCCCATCAGAGCCCTATGAGCCCATCTCCCCACCCCAAGGCCCTGCTGTGCATGA 

1861 + + + + + + 1920 

AGTATAGGGTAGTCTCGGGATACTCGGGTAGAGGGGTGGGGTTCCGGGACGACACGTACT 

b HIPSEPYEPI SPPQGPAVHE- 

I3AAGCAGGACAGCATGTTGCTCTTGTCACAGAGGGGAGTGGACCCTGCTGAGCAAAGGAG 

1921 + + * f + + 1980 

CTTCGTCCTGTCGTACAACGAGAACAGTGTCTCCCCTCACCTGGGACGACTCGTTTCCTC 

b K Q D S M L L L S Q R G V D ? A E Q R S 

TGATTCTCGATCACCAGGAAGTATAAGCTACTTGCCTTCATTCTTCACCAAGCTTGAAAG 

19 81 + + + + + + 2040 

ACTAAGAGCTAGTGGTCCTTCATATTCGATGAACGGAAGTAAGAAGTGGTTCGAACTTTC 

b DSRS PGSISYLP3FFTKLES 

CACATCACCCATGGTTAAATCAAAGAAACAGGAAATTTTTCGTAAGTTGAACTCTTCTGG 
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2041 + . + + + + 210Q 

GTGTAGTGGGTACCAATTTAGTTTCTTTGTCCTTTAAAAAGCATTCAACTTGAGAAGACC 

TSPMVKSKKQEIFRKL N S S G 

TGGAGGTGACTCTGATATGGCAGCTGGTCAGGCAGGAACAGAGATCTTCAATCTGCCAGC 
2101 + + + + + 2160 

ACCTCCACTGAGACTATACCGTCGACGAGTCGGTCCTTGTCTCTAGAAGTTAGACGGTCG 

GGDSDMAAAQPGTEIFNLPA- 

AGTTACCACATCAGGTGCAGTGAGCTCAAGAAGCCATTCTTTTGCTGATCCCGCCAGTAA 
2161 + + + + + + 2220 

TCAATGGTGTAGTCCACGTCACTCGAGTTCTTCGGTAAGAAAACGACTAGGGCGGTCATT 



V T 



TSGAVSSRSHSFADPASN 



2221 



CCTTGGTCTAGAAGACATCATCAGAAAGGCTCTCATGGGAAGTTTTGATGATAAAGTTGA 
+ + + ^ + + 2280 

GGAACCAGATCTTCTGTAGTAGTCTTTCCGAGAGTACCCTTCAAAACTACTATTTCAACT 
L G L E D I IRKALMGSFDDKVE 

AGATCATGGTGTTGTCATGTCCCATCCTGTGGGCATTATGCCTGGTAGTGCCAGCACCTC 
2281 + + + + + + 2340 

TCTAGTACCACAACAGTACAGGGTAGGACACCCGTAATACGGACCATCACGGTCGTGGAG 

0 H G V V MSHPVGIMPGSASTS - 

AGTGGTGACGAGCAGGGAGGCAGGGAGAGATGAAGGGGAGCGATCACCTCATGGAGGAGT 
2341 + ^ + + + + 24Q0 

TCACCACTGCTCGTCGGTCCGTGCCTCTCTACTTCCCCTCGGTAGTGGAGTACGTCCTCA 

VVTSSEARRDEGEPSPHAGV- 

ATGCAAACCAAAGCTGATCAACAAATCAAACAGCAGGAAGTCTAAATCTCCTATTCCTGG 
M01 + + . + + + 2460 

TACG?TTGGTTTCGACTAGTTGTTTAGTTTGTCGTCCTTCAGATTTAGAGGATAAGGACC 

ckpp:linksnsrkskspipg - 
ggaaagctatttaggaagtgaaaggccttcttctgtctcctctgtgcattcagaaggtga 

;461 + + + + + + 252Q 

CGTTTCGATAAATCCTTGACTTTCCGGAAGAAGACAGAGGAGACACGTAAGTCTTCCACT 

QSYLGTERPSSVSSVHSEGD- 

TTACCACAGGCAGACACCAGGATGGGCATGGGAAGATCGGCCCTCTTCAACAGGTTCTAC 
521 + + . + + + 2580 

AATGGTGTCCGTCTGTGGTCCTACCCGTACCCTTCTAGCCGGGAGAAGTTGTCCAAGATG 

VHRQ TPGWAWEDRPSSTGST- 

TCAGTTCCCTTACAACCCTGTGACCATACGGATGCTCAGCAGTACACCACCTACACAGAT 
581 + + + + + + 2640 

AGTCAAGGGAATGTTGGGAGACTGGTATGCCTACGAGTCGTCATGTGGTGGATGTGTCTA 
vFPYNPLTIRMLSSTPPTQI- 

CGCATGCGCCCCATCTGCCATCACCCAAGCAGCTCCACATCAACAGAACCGCATCTGGGA 
641 + + + + + + 270Q 

GCGTAGGCGGGGTAGACGGTAGTGGGTTCGTCGAGGTGTAGTTGTCTTGGCGTAGACCCT 
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ACAFSAITQAAPHQQNR I W E - 

GAGGGAGCCTGCCCCGCTCCTCTCAGCGCAGTATGAGACACTGTCTGATAGTGACGACTG 
2701 + + + + + + 2760 

CTCCCTCGGACGGGGCGAGGAGAGTCGCGTCATACTCTGTGACAGACTATCACTGCTGAC 

REFAPLLSAQYETLSDSDD 

AGCTGTGCGTGGGAGAGCGCTCTGGCTTTGGTTTTTATTGAAGATTTAAAAAAAAAAAAA 
2761 + + + + + + 2820 

TCGACACGCACCCTCTCGCGAGACCGAAACCAAAAATAACTTCTAAATTTTTTTTTTTTT 



AA 

•821 -- 2S22 
TT 



